ABSTRACT We hereby present the 3.7-Mb draft genome sequence of Plesiomonas shigelloides strain FM82, isolated from a tilapia (Oreochromis niloticus) reared in a fish farm in Rio de Janeiro, Brazil. P. shigelloides strain FM82 carries antimicrobial resistance, biofilm, and CRISPR-related genes.
quality-filtered reads were de novo assembled using SPAdes v.3.11.1 (12) , and contigs were functionally annotated with Rapid Annotation using Subsystem Technology (RAST) v. 2.0 (13). The resulting assembly yielded 193 contigs, totaling 3,729,830 bp, with a GϩC content of 51.5%, and containing 3,205 coding sequences and 58 RNA genes.
ResFinder v. 3.0 (14) identified the tetracycline resistance genes tet(A) (GenBank accession number AJ517790) and tet(D) (GenBank accession number AF467077) and the fluoroquinolone resistance mutation S83I in gyrA. RAST annotation revealed genes coding for biofilm formation proteins PgaA, PgaB, PgaC, and PgaD, macrolide-specific efflux proteins MacA and MacB, and toxin-antitoxin system proteins HigA, YoeB, and YefM. CRISPRFinder (15) revealed genes coding for clustered regularly interspaced short palindromic repeat (CRISPR)-associated proteins Cas1, Cas6, and Csx3.
In summary, this draft genome sequence provides valuable information for a better understanding of antimicrobial resistance reservoirs in aquaculture settings and the zoonotic potential of P. shigelloides.
Data availability. The whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number PYSI00000000. The version described in this paper is version PYSI01000000. The data discussed here can be accessed at https://www.ncbi.nlm.nih.gov/genome/17449?genome_assembly_idϭ375113.
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